. Origin of the plants used for proteomic analysis. The information is derived from Assunção et al. (2003b) . Mass-spectrometric analysis. Methodology for mass-spectrometric analysis of the protein spots.
Parameters. Parameters used in database search for the peptides found (Tables S1-S4) . Table S1 . Tentatively identified shoot proteins from T. caerulescens LC x LE cross lines (19H, 70H, 49L, 77L, 6L; Figures S1 and S3) . Shown are the matching peptides found in the databases using parameters indicated in supplementary material "Parameters". H, high-Zn-accumulating lines; L, low-Z-accumulating lines. Fold difference between lines have been calculated using mean values of spot intensities. Vertical bars represent mean values ± SD of the spot in three gels. Table S2 . Tentatively identified root proteins from T. caerulescens LC x LE cross lines (19H, 70H, 49L, 77L, 6L; Figures S1 and S3) . Shown are the matching peptides found in the databases using parameters 
Proteomics of LC x LE inter-accession cross lines

Plant lines 19H, 70H
high Zn accumulation
49L, 77L, 6L
low Zn accumulation Exposures 10 µM, 100 µM ZnSO 4
Protein extraction
Three independent protein extractions / pool of two to three plants i.e. three technical replicas
2-DE
Three technical replicas/line/exposure i.e. 30 gels
Data analysis
Matching Statistics Figure S4 . 
Proteomics of Thlaspi caerulescens accessions
Accessions
LC
Protein extractions
Three biological replicas i.e. three plants
2-DE
Three biological replicas/accession/exposure i.e. 24 gels
Data analysis
Matching Statistics
Mass-spectrometric analysis
In the first system mass spectrometric analysis was performed as in Lehesranta et al. (2005) . In the second system the analysis followed Lehesranta et al. (2005) with the following modifications. In the liquid chromatographic separation of peptides, before loading to precolumn, the samples were filtered on-line through PEEK encapsulated titanium filter (0.5 µm pore; VICI/ Valco, Houston, TX, USA Analyst QS (Applied Biosystems). In the third system, the tryptic peptides were analyzed with a Finnigan LTQ mass spectrometer connected to a Surveoyor MS HPLC (Thermo, San Jose, CA) and an Accurate flow controller (LC Packings, Amsterdam, The Netherlands). The peptides were separated using a monolithic PS-DVB 200 µm x 50 mm column (LC Packings) with a gradient starting from 5% acetonitrile, 0.1% formic acid and ending with 54% acetonitrile, 0.1% formic acid in 25 min with a flow rate of 5 µl/min and injection volume 10 µl. Mass spectra were recorded using tripleplay function: First the full scan mass spectrum was measured in the range m/z 400-2000, then a second scan was used to measure the more accurate molecular weight of the most abundant signal in the first scan, and a third scan was used to measure the collision induced MS/MS spectrum of this selected ion. The spray needle was set to 4.4 kV in the positive ion mode. 
